1.82 (0.00) 1.37 (0.00) 2.00 (0.00) 1.70 (0.00) All values are averaged over all base-pairs excluding the first and last two terminal base-pairs with standard errors given in the parentheses. 3.7 Clustering analysis of snapshots extracted at 10 ns intervals via the kclust program of the MMTSB Tool Set based on Cα atoms using a clustering radius of 2 Å. Cα RMSD is with respect to experimental structure (3GB1). Minimum DNA distance is calculated between heavy atoms of protein and DNA. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Table S5 for uncertainties. Figure S19 . A snapshot showing a crowder protein interacting with the Drew-Dickerson DNA and orienting a sodium ion at the same time.
